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SEQUENCE LISTING 



(1) GENERAL INFORMATION: 

(i\ APPLICANT: 

(A) NAME: VETIGEN 

t (B) STREET: 21 rue Sebastien Mercier 
:) CITY: PARIS 
u) COUNTRY: FRANCE 

POSTAL CODE (ZIP) : 75015 

(A) >JAME: LENZEN Gerlinde 

(B) VrREET: 55 rue des Cevennes 

(C) C^TY: PARIS 

(E) COUNTRY: FRANCE 

(F) POSTAL CODE (ZIP) : 75015 

(A) NAME:\STROSBERG Arthur Donny 

(B) STREETt: 6 6 rue de Javel 

(C) CITY: \hRIS 

(E) COUNTRyX FRANCE 

(F) POSTAL C5>DE (ZIP) : 75015 

(A) NAME: SUGASaWA Toshinari 

(B) STREET: 9-l\-507 Miyano-cho, Takatsuki -shi 

(C) CITY: OSAKA 

(E) COUNTRY: JAPC 

(F) POSTAL CODE (&JP) : 569 

(A) NAME: MOROOKA ShiWeako 

(B) STREET: 4-78 nis\i-3 , Seiwadai , Kawanishi-shi 

(C) CITY: HYOGO 

(E) COUNTRY: JAPON 

(F) POSTAL CODE (ZIP) : ^666-01 

(ii) TITLE OF INVENTION: NON-A^ENERGIC RECEPTOR AND ITS APPLICATIONS, 
(iii) NUMBER OF SEQUENCES: 14 

(iv) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Floppy disk 

(B) COMPUTER: IBM PC compati 

(C) OPERATING SYSTEM: PC-DOS/M: 

(D) SOFTWARE: Patentln Release 



0, Version #1.30 (EPO) 




(2) INFORMATION FOR SEQ ID NO: 1: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 43 9 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1: 

Met Tyr He Asp Asp Leu Pro He Trp Gly He Val Gly\Glu Ala Asp 
1 5 10 \ is 

Glu Asn Gly Glu Asp Tyr Tyr Leu Trp Thr Tyr Lys Lys l\u Glu He 
20 25 30> 

Gly Phe Asn Gly Asn Arg He Val Asp Val Asn Leu Thr Ser \lu Gly 
35 40 45 
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Lys Val Ws Leu Val Pro Asn Thr Lys lie Gin Met Ser Tyr Ser Val 
50 \ 55 60 

Lys Trp L$s Lys Ser Asp Val Lys Phe Glu Asp Arg Phe Asp Lys Tyr 
65 \ 70 75 80 

Leu Asp Pro ^er Phe Phe Gin His Arg lie His- Trp Phe Ser lie Phe 
85 90 95 

Asn Ser Phe Met\Met Val lie Phe Leu Val Gl v Le u Val Ser Met lie 
100 \ 105 110 

Leu Met Arg Thr LeVi Arg Lys Asp Tyr Ala Arg Tyr Ser Lys Glu Glu 
115 \ 120 125 

Glu Met Asp Asp Met ^sp Arg Asp Leu Glv Asp-Glu Tyr Gly Trp Lys 
130 \ 135 ~ 140 

Gin Val His Gly Asp Va& Phe Arg Pro Ser Ser His Pro Leu lie Phe 
145 150\ 155 " 160 

Ser Ser Leu lie Gly Ser G\y Cys Gin lie Phe Ala Val Ser Leu lie 
165 \ 170 175 

Val lie lie Val Ala Met Ile\Glu Asp Leu Tyr Thr Glu Arg Gly Ser 
180 \ 185 " 190 

Met Leu Ser Thr Ala lie Phe Val Tyr Ala Ala Thr Ser Pro Val Asn 
195 20\ 205 

Gly Tyr Phe Gly Gly Ser Leu TyrVUa Arg Gin Gly Gly Arg Arg Trp 
210 215 \ 220 

lie Lys Gin Met Phe lie Gly Ala Pl\e Leu lie Pro Ala Met Val Cys 
225 230 \ 235 240 

Gly Thr Ala Phe Phe He Asn Phe He Via He Tyr Tyr His Ala Ser 
245 \S0 255 

Arg Ala He Pro Phe Gly Thr Met Val A^a Val Cys Cys lie Cvs Phe 
260 265 \ 270 

Phe Val He Leu Pro Leu Asn Leu Val Gly Yrhr He Leu Gly Arg Asn 
275 280 \ 285 

Leu Ser Gly Gin Pro Asn Phe Pro Cys Arg Va\L Asn Ala Val Pro Arg 
290 295 \ 300 

Pro He Pro Glu Lys Lys Trp Phe Met Glu ProWa Val He Val Cys 
305 310 315 \ 320 

Leu Gly Gly He Leu Pro Phe Gly Ser He Phe lie Glu Met Tyr Phe 
325 330 \ 335 

He Phe Thr Ser Phe Trp Ala Tyr Lys He Tyr Tyr\val Tyr Gly Phe 
340 345 \ 350 

Met Met Leu Val Leu Val He Leu Cys He Val Thr v\l Cys Val Thr 
355 360 36^ 

He Val Cys Thr Tyr Phe Leu Leu Asn Ala Glu Asp Tyr\Arg Trp Gin 
370 375 380 

Trp Thr Ser Phe Leu Ser Ala Ala Ser Thr Ala He Tyr Val Tyr Met 
385 390 395 \ 400 



Tyr Ser Phe Tyr Tyr Tyr Phe Phe Lys Thr Lys Met Tyr Gly Yeu Phe 
405 410 415 
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, * « •• 

G\n Thr Ser Phe Tyr Phe Gly Tyr Met Ala Val Phe Ser Thr Ala Leu 
\ 420 425 430 

Gly Vie Met Cys Gly Ala He 
\ 435 

(2) INFORMATION FOR SEQ ID NO: 2: 

U) SEQUENCE CHARACTERISTICS: 

(A)VENGTK: 1317 base pairs 
t&T TlYPE: nucleic acid " 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

( i i ) MOLECULE\TYPE : cDNA 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2: 



ATGTACATAG 


ATGATTTACC 


VLVTATGGGGT 


ATTGTTGGTG 


AGGCTGATGA 


AAATGGAGAA 


60 


GAT T ACT AT C 


TTTGGACCTA 


tVaaaaactt 


GAAATAGGTT 


TTAATGGAAA 


TCGAATTGTT 


120 


GATGTTAATC 


TAACTAGTGA 


AGGAAAGGTG 


AAACTGGTTC 


CAAATACTAA 


AATCCAGATG 


180 


TCATATTCAG 


TAAAATGGAA 


AAAG75CAGAT 


GTGAAATTTG 


AAGATCGATT 


TGACAAATAT 


240 


CTTGATCCGT 


CCTTTTTTCA 


ACATCG&ATT 


CATTGGTTTT 


CAATTTTCAA 


CTCCTTCATG 


300 


ATGGTGATCT 


TCTTGGTGGG 


CTTAGTTTCA 


ATGATTTTAA 


TGAGAACATT 


AAGAAAAGAT 


360 


TATGCTCGGT 


ACAGTAAAGA 


GGAAGAAATGy 


GATGATATGG 


ATAGAGACCT 


AGGAGATGAA 


420 


TATGGATGGA 


AACAGGTGCA 


TGGAGATGTA 


T\TTAGACCAT 


CAAGTCACCC 


ACTGATATTT 


480 


TCCTCTCTGA 


TTGGTTCTGG 


ATGTCAGATA 


TT^GCTGTGT 


CTCTCATCGT 


TATTATTGTT 


540 


GCAATGATAG 


AAGATTTATA 


TACTGAGAGG 


GGATCAATGC 


TCAGTACAGC 


CATATTTGTC 


600 


TATGCTGCTA 


CGTCTCCAGT 


GAATGGTTAT 


TTTGGAGGAA 


GTCTGTATGC 


TAGACAAGGA 


660 


GGAAGGAGAT 


GGATAAAGCA 


GATGTTTATT 


GGGGCATTCC 


TTATCCCAGC 


TATGGTGTGT 


720 


GGCACTGCCT 


TCTTCATCAA 


TTTCATAGCC 


ATTTATTAcV 


ATGCTTCAAG 


AGCCATTCCT 


780 


TTTGGAACAA 


TGGTGGCCG? 


TTGTTGCATC 


TGTTTTTTTG 


Wattcttcc 


TCTAAATCTT 


840 


GTTGGTACAA 


TACTTGGCCG 


AAATCTGTCA 


GGTCAGCCCA 


A&TTTCCTTG 


TCGTGTCAAT 


900 


GCTGTGCCTC 


GTCCTATACC 


GGAGAAAAAA 


TGGTTCATGG 


AGOCTGCGGT 


TATTGTTTGC 


960 


CTGGGTGGAA 


TTTTACCTTT 


TGGTTCAATC 


TTTATTGAAA 


TGTATTTCAT 


CTTCACGTCT 


1020 


TTCTGGGCAT 


ATAAGATCTA 


TTATGTCTAT 


GGCTTCATGA 


TGCTGOTGCT 


GGTTATCCTG 


1080 


TGCATTGTGA 


CTGTCTGTGT 


GACTATTGTG 


TGCACATATT 


TTCTACTAAA 


TGCAGAAGAT 


1140 


TACCGGTGGC 


AATGGACAAG 


TTTTCTCTCT 


GCTGCATCAA 


ctgcaatctV 


TGTTTACATG 


1200 


TATTCCTTTT 


ACTACTATTT 


TTTCAAAACA 


AAGATGTATG 


GCTTATTTCA 


^ACATCATTT 


1260 


TACTTTGGAT 


ATATGGCGGT 


ATTTAGCACA 


GCCTTGGGGA 


TAATGTGTGG 


AGCGATT 


1317 
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(2) INFORMATION FOR SEQ ID NO: 3: 

(i) SEQUENCE CHARACTERISTICS: 

(M LENGTH: 965 -base pairs 

(B) \ TYPE: nucleic acid 

(C) XsTRANDEDNESS : single 

( d) Topology : l inear 

. (ii) MOLECULE TYPE: cDNA 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3: 
CAGATGTCAT ATTCAGTaAa ATGGAAAAAG TCAGATGTGA AATTTGAAGA TCGATTTGAC 
AAATATCTTG ATCCGTCCTtXtTTTCAACAT CGGATTCATT GGTTTTCAAT TTTCAACTCC 
TTCATGATGG TGATCTTCTT GGTGGGCTTA GTTTCAATGA TTTTAATGAG AACATTAAGA 
AAAGATTATG CTCGGTACAG TaVaGAGGAA GAAATGGATG ATATGGATAG AGACCTAGGA 
GATGAATATG GATGGAAACA GGTGCATGGA GATGTATTTA GACCATCAAG TCACCCACTG 
ATATTTTCCT CTCTGATTGG TTCTGSATGT CAGATATTTG CTGTGTCTCT CATCGTTATT 
ATTGTTGCAA TGATAGAAGA TTTATATACT GAGAGGGGAT CAATGCTCAG TACAGCCATA 
TTTGTCTATG CTGCTACGTC TCCAGTGAAT GGTTATTTTA GAGGAAGTCT GTATGCTAGA 
CAAGGAGGAA GGAGATGGAT AAAGCAGATgX TTTATTGGGG CATTCCTTAT CCCAGCTATG 
GTGTGTGGCA CTGCCTTCTT CATCAATTTC ATAGCCATTT ATTACCATGC TTCAAGAGCC 
ATTCCTTTTG GAACAATGGT GGCCGTTTGT TGtATCTGTT TTTTTGTTAT TCTTCCTCTA 
AATCTTGTTG GTACAATACT TGGCCGAAAT CTGTCAGGTC AGCCCAACTT TCCTTGTCGT 
GTCAATGCTG TGCCTCGTCC TATACCGGAG AAAA^TGGT TCATGGAGCC TGCGGTTATT 
GTTTGCCTGG GTGGAATTTT ACCTTTTGGT TCAATCTTTA TTGAAATGTA TTTCATCTTC 
ACGTCTTTCT GGGCATATAA GATCTATTAT GTCTATGaCT TCATGATGCT GGTGCTGGTT 
ATCCTGTGCA TTGTGACTGT CTGTGTGACT ATTGTGTGC^. CATATTTTCT ACTAAATGCA 
GAAGA 

(2) INFORMATION FOR SEQ ID NO: 4: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 285 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
965 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 4: 

TCAGTAAAAT GGAAAAAGTC AGATGTGAAA TTTGAAGATC GATTTGACA^ ATATCTTGAT 60 

CCGTCCTTTT TTCAACATCG GATTCATTGG TTTTCAATTT TCAACTCCTT\CATGATGGTG 120 

ATCTTCTTGG TGGGCTTAGT TTCAATGATT TTAATGAGAA CATTAAGAAA AGATTATGCT 180 

CGGTACAGTA AAGAGGAAGA AATGGATGAT ATGGATAGAG ACCTAGGAGA Tg\aTATGGA 240 

TGGAAACAGG TGCATGGAGA TGTATTTAGA CCATCAAGTC ACCCA \ 285 
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INFORMATION FOR SEQ ID NO: 5: 

SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

DLECULE TYPE: peptide 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5: 

Asp Pro Ser Phe Phe Gin His Arg He His Trp Phe Ser He Phe Asn 
1 \ 5 .10 . . 15 



(2) INFORMATION FOR SEQ ID NO: 6: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTh\ 17 amino acids 

(B) TYPE: amino acid 

( C ) STRANDEBNESS : s ingle 

(D) TOPOLOGY\ linear 

(ii) MOLECULE TYPE : \pepc ide 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 6: 

Asp Pro Xaa Phe Phe G3Vi His Arg He His Val Phe Ser He Phe Asn 
1 5 \ 10 15 



(2) INFORMATION FOR SEQ ID NO : y : 

(i) SEQUENCE CHARACTERISTIC^ 

(A) LENGTH: 20 base pad 

(B) TYPE; nucleic acid 
(CJ STRANDEDNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nuclei^ acid 

(A) DESCRIPTION: /desc = Y AMORCE" 



(xi) SEQUENCE DESCRIPTION: SEQ ID itfp; 7; 
TCAGTAAAAT GGAAAAAGTC 
(2) INFORMATION FOR SEQ ID NO: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "AMORCE" 



20 
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SEQUENCE DESCRIPTION: SEQ ID NO: 8: 

TGGGTGA<XTT GATGGTCTAA 

(2) INFOf^lATION FOR SEQ ID NO: 9: 

fQUENCE CHARACTERISTICS: 

0 LENGTH: 19 base pairs 
{&) TYPE: nucleic acid 
(00 STRANDEDNESS : single 
(D\ TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "AMORCE* 1 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 9: 
GCTGTGTCTC TCATCGTTA 



19 



(2) INFORMATION FOR\SEQ ID NO: 10: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH A 2 0 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY :\ linear 

(ii) MOLECULE TYPE: Vther nucleic acid 

(A) DESCRIPTION^ /desc = "AMORCE" 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10: 
CCATCCATAT TCATCTCCTA 
(2) INFORMATION FOR SEQ ID No\ 11: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 21 base pairs 

(B) TYPE: nucleic acid\ 

(C) STRANDEDNESS : singl\ 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleUc acid 

(A) DESCRIPTION: /desc ^ "AMORCE" 



20 



(xi) SEQUENCE DESCRIPTION: SEQ ID\NO: 11: 
CGGTATAGGA CGAGGCACAG C 
(2) INFORMATION FOR SEQ ID NO: 12: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 18 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: other nucleic acid 

(A) DESCRIPTION: /desc = "AMORCE" 



21 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12: 
ACTGAATATG ACATCTGG 



18 
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i\) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1800 base pairs 
{ B ) TYPE: nucleic acid 
(C) STRANDEDNESS : single 
{ D) TOPOLOGY: linear 

DLECULE TYPE: cDNA 



FEATURE : 
<a\ NAME /KEY : CDS 
(B\ LOCATION: 3 . .173 0 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13: 



CC GCC GCG CTG T\GG CTG CTG CTG CTG CTG CTG CCC CGG ACC CGG GCG 
Ala Ala Leu T3rp Leu Leu Leu Leu Leu Leu Pro Arg Thr Arg Ala 
1 \ 5 10 15 



47 



GAC GAG CAC GAA CAS ACG TAT CAA GAT AAA GAG GAA GTT GTC TTA TGG 
Asp Glu His Glu His\Thr Tyr Gin Asp Lys GIu Glu Val Val Leu Trp 
20\ 25 30 



95 



ATG AAT ACT GTT GGG CSC TAG CAT AAT CGT CAA GAA ACA TAT AAG TAC 
Met Asn Thr Val Gly Pro Tyr His Asn Arg Gin Glu Thr Tyr Lys Tyr 
35 \ 40 45 



TTT TCA CTT CCA TTC TGT 
Phe Ser Leu Pro Phe Cys 
50 



GGG TCA AAA AAA AGT ATC AGT CAT TAC 
il Gly Ser Lys Lys Ser lie Ser His Tyr 
55 60 



143 



191 



0 



CAT GAA ACT CTG GGA GAA GCAXCTT CAA GGG GTT GAA TTG GAA TTT AGT 23 9 

His Glu Thr Leu Gly Glu Ala \seu Gin Gly Val Glu Leu Glu Phe Ser 
65 70 \ 75 

GGT CTG GAT ATT AAA TTT AAA GP^T GAT GTG ATG CCA GCC ACT TAC TGT 2 87 

Gly Leu Asp lie Lys Phe Lys As A Asp Val Met Pro Ala Thr Tyr Cys 
80 85 \ 90 95 



y3 



GAA ATT GAT TTA GAT AAA GAA AAG AGA GAT GCA TTT GTA TAT GCC ATA 335 

Glu lie Asp Leu Asp Lys Glu Lys Arg Asp Ala Phe Val Tyr Ala lie 
100 \ 105 110 

AAA AAT CAT TAC TGG TAC CAG ATG TAC \ AT A GAT GAT TTA CCA ATA TGG 3 83 

Lys Asn His Tyr Trp Tyr Gin Met Tyr Vie Asp Asp Leu Pro lie Trp 
115 120 \ 125 



GGT ATT GTT. GGT GAG GCT GAT GAA AAT GGA GAA GAT TAC TAT CTT TGG 
Gly lie Val Gly Glu Ala Asp Glu Asn GlyVGlu Asp Tyr Tyr Leu Trp 
130 135 \ 140 



431 



ACC TAT AAA AAA CTT GAA ATA GGT TTT AAT G\ 
Thr Tyr Lys Lys Leu Glu lie Gly Phe Asn 
145 150 



AAT CGA ATT GTT GAT 
Asn Arg lie Val Asp 
155 



479 



GTT AAT CTA ACT AGT GAA GGA AAG GTG AAA CTG \GTT CCA AAT ACT AAA 
Val Asn Leu Thr Ser Glu Gly Lys Val Lys Leu Val Pro Asn Thr Lys 
160 165 170 \ 175 



. 527 



ATC CAG ATG TCA TAT TCA GTA AAA TGG AAA AAG TCA GAT GTG AAA TTT 
lie Gin Met Ser Tyr Ser Val Lys Trp Lys Lys SeA Asp Val Lys Phe 
180 185 \ 190 



575 



GAA GAT CGA TTT GAC 
Glu Asp Arg Phe Asp 
195 



AAA TAT CTT GAT CCG TCC TTT TTT CAA CAT CGG 
Lys Tyr Leu Asp Pro Ser Phe Prae Gin His Arg 
200 \ 205 



623 
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ATT (SAT TGG TTT TCA ATT TTC AAC TCC TTC- ATG ATG GTG ATC TTC TTG 
lie Wj.s Trp Phe Ser lie Phe Asn Ser Phe Met Met Val lie Phe Leu 
210 215 220 



671 



5-i i 



GTG GGC\ TTA GTT TCA ATG ATT TTA ATG AGA AC A TTA AGA AAA GAT TAT 
Val Giy\Leu Val Ser Met lie Leu Met Arg Thr Leu Arg Lys Asp Tyr 
225 \ 230 235 

GCT CGG tAc AGT AAA GAG GAA GAA ATG-GAT- GAT ATG GAT AGA GAC CTA 
Ala Arg TyV Ser Lys Glu Glu Glu Met Asp Asp Met Asd Arg Asp Leu 
240 \ 245 250 * 255 



719 



767 



GGA GAT GAA TAT GGA TGG AAA CAG GTG CAT GGA GAT GTA TTT AGA CCA 
Gly Asp Glu 'Ayr Gly Trp Lys Gin Val His Gly Asp Val Phe Arg Pro 
260 ■- ■-- --265 - 270 



815 



TCA AGT CAC CCA CTG ATA TTT TCC TCT CTG ATT GGT TCT GGA TGT CAG 
Ser Ser His Pro\Leu lie Phe Ser Ser Leu lie Gly Ser Gly Cys Gin 
275 \ 280 285 



863 



ATA TTT GCT GTG TtT CTC ATC GTT ATT ATT GTT GCA ATG ATA GAA GAT 
lie Phe Ala Val SeV Leu lie Val lie lie Val Ala Met He Glu Asp 
290 \ 295 300 



911 



TTA TAT ACT GAG AGG >GGA TCA ATG CTC AGT ACA GCC ATA TTT GTC TAT 
Leu Tyr Thr Glu Arg Sly Ser Met Leu Ser Thr Ala He Phe Val Tyr 
305 \ 310 315 



959 



fU 



GCT GCT ACG TCT CCA GTG AAT GGT TAT TTT GGA GGA AGT CTG TAT GCT 1007 
Ala Ala Thr Ser Pro Val\Asn Gly Tyr Phe Gly Gly Ser Leu Tyr Ala 
320 325 \ 330 335 

AGA CAA GGA GGA AGG AGA TGG ATA AAG CAG ATG TTT ATT GGG GCA TTC 1055 
Arg Gin Gly Gly Arg Arg Trto He Lys Gin Met Phe He Gly Ala Phe 
340 \ 345 350 



□ 



CTT ATC CCA GCT ATG GTG TGT \GGC ACT GCC TTC TTC ATC AAT TTC ATA 
Leu He Pro Ala Met Val Cys Gly Thr Ala Phe Phe He Asn Phe lie 
355 \ 360 365 



1103 



yy 
if* 



GCC ATT TAT TAC CAT GCT TCA AGA GCC ATT CCT TTT GGA ACA ATG GTG 
Ala He Tyr Tyr His Ala Ser Ar A Ala lie Pro Phe Gly Thr Met Val 
370 375\ 380 



1151 



GCC GTT TGT TGC ATC TGT TTT TTT <3lTT ATT CTT CCT CTA AAT CTT GTT 
Ala Val Cys Cys lie Cys Phe Phe Val He Leu Pro Leu Asn Leu Val 
385 390 \ 395 



1199 



GGT ACA ATA CTT GGC CGA AAT CTG TCA\GGT CAG CCC AAC TTT CCT TGT 
Gly Thr lie Leu Gly Arg Asn Leu Ser Gly Gin Pro Asn Phe Pro Cys 
400 405 \ 410 415 



1247 



CGT GTC AAT GCT GTG CCT CGT CCT ATA CCG GAG AAA AAA TGG TTC ATG 
Arg Val Asn Ala Val Pro Arg Pro lie Prd Glu Lys Lys Trp Phe Met 
420 425\ 430 



1295 



GAG CCT GCG GTT ATT GTT TGC CTG GGT GGA ATT TTA CCT TTT GGT TCA 
Glu Pro Ala Val lie Val Cys Leu Gly Gly lie Leu Pro Phe Gly Ser 
435 440 \ 445 



1343 



ATC TTT ATT GAA ATG TAT TTC ATC TTC ACG TCT\ TTC TGG GCA TAT AAG 
He Phe lie Glu Met Tyr Phe lie Phe Thr Ser Vhe Trp Ala Tyr Lys 
450 455 \ 460 



1391 



ATC TAT TAT GTC TAT GGC TTC ATG ATG CTG GTG CTV3 GTT ATC CTG TGC 
lie Tyr Tyr Val Tyr Gly Phe Met Met Leu Val Le\ Val He Leu Cys 
465 470 47f\ 



1439 
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ATT GTG/ ACT GTC TGT GTG ACT ATT GTG TGC ACA TAT TTT CTA CTA AAT 
He Valf Thy Val Cys Val Thr He Val Cys Thr Tyr Phe Leu Leu Asn 
480 \ 485 490 ^ 495 



1487 



GCA GAA GATYTAC CGG TGG CAA TGG ACA AGT TTT CTC TCT GCT GCA TCA 
Ala Glu Asp \yr Arg Trp Gin Trp Thr Ser Phe Leu Ser Ala Ala Ser 
500 505 510 



1535 



i 



ACT GCA ATC TA^ GTT TAC ATG TAT TCC TTT TAC TAC TAT TTT TTC AAA 
Thr A la He TyA Val Tyr Met Tyr Ser Phe Tyr Tyr Tyr Ph^ phe Lys 
515\ 520 525 

ACA AAG ATG TAT &GC TTA TTT CAA ACA TCA TTT TAC TTT GGA TAT ATG 
Thr Lys Met Tyr GUy Leu Phe Gin Thr Ser Phe Tyr Phe Gly Tyr Met 
530 \ 535 540 

GCG GTA TTT AGC ACA\GCC TTG GGG ATA ATG TGT GGA GCG ATT GGT TAC 
Ala Val Phe Ser ThrVAla Leu Gly lie Met Cvs Gly Ala He Gly Tyr 
545 \ 550 " 555 



1583 



1631 



1679 



ATG GGA ACA AGT GCC TTtT GTC CGA AAA ATC TAT ACT AAT GTG AAA ATT 
Met Gly Thr Ser Ala Phte Val Arg Lys lie Tyr Thr Asn Val Lys He 
560 565\ 570 575 



1727 



GAC TAGAGACCCA AGAAAACCTQj GAACTTTGGA TCAATTTCTT TTTCATAGGG 
Asp 



1780 



w 



3 



GTGGAACTTG CACAGCAAAA 



(2) INFORMATION FOR SEQ ID N&: 14: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 576 amino, acids 

(B) TYPE: amino acid 
{ D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: protein 
(Xi) SEQUENCE DESCRIPTION: SE& ID NO: 14: 



1800 



Ala Ala Leu Trp Leu Leu Leu Leu Leu\Leu Pro Arg Thr Arg Ala Asd 

1 5 \ 10 15 

Glu His Glu His Thr Tyr Gin Asp Lys &Lu Glu Val Val Leu Trp Met 

20 25 \ 30 



Asn Thr Val Gly Pro Tyr His Asn Arg Gln\ Glu Thr Tyr Lys Tyr Phe 

35 40 \ 45 

Ser Leu Pro Phe Cys Val Gly Ser Lys Lys 3er He Ser His Tyr His 

50 55 \ 60 

Glu Thr Leu Gly Glu Ala Leu Gin Gly Val GlA Leu Glu Phe Ser Gly 

65 70 75\ 80 

Leu Asp He Lys Phe Lys Asp Asp Val Met Pro Xla Thr Tyr Cys Glu 

85 90 \ 95 

He Asp Leu Asp Lys Glu Lys Arg Asp Ala Phe VaV Tyr Ala He Lys 

100 105 \ HO 

Asn His Tyr Trp Tyr Gin Met Tyr He Asp Asp Leu\pro He Trp Gly 

115 120 \125 

lie Val Gly Glu Ala Asp Glu Asn Gly Glu Asp Tyr T\yr Leu Trp Thr 

130 135 140 



Tyr Lys Lys Leu Glu He Gly Phe Asn Gly Asn Arg lite Val Asp Val 
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150 



155 



160 



Asn L&u Thr Ser Glu Gly Lys Val Lys Leu Val ?ro Asn Thr Lys lie 
165 170 ' 175 

Gin Met\ser Tyr Ser Val Lys Trp Lys Lys Ser Asp Val Lys Phe Glu 
180 185 " . 190 

Asp Arg P_\a Asp Lys Tyr Leu Asp Pro Ser Phe Phe Gin His Arg lie 
195 200 205 

His Trp Phe\Ser He Phe Asn Ser Phe Met Met Val He Phe Leu Val 
210 \ 215 220 

Gly Leu Val Ser Met lie Leu Met Arg Thr Leu Arg Lys Asp Tyr Ala 
.225 A ____.2L3J0.__ . 235 . . 240 

Arg Tyr Ser Lys V;iu Glu Glu Met Asp Asp Met Asd Arg Asp Leu Gly 
\45 250 " 255 

Asp Glu Tyr Gly Trb Lys Gin Val His Gly Asp Val Phe Arg Pro Ser 
260 \ 265 270 

Ser His Pro Leu He ^?he Ser Ser Leu He Gly Ser Gly Cys Gin lie 
275 \ 280 285 

Phe Ala Val Ser Leu Ilex Val He He Val Ala Met He Glu Asp Leu 
290 \295 300 

Tyr Thr Glu Arg Gly Ser Aet Leu Ser Thr Ala He Phe Val Tyr Ala 
305 310 \ 315 320 

Ala Thr Ser Pro Val Asn GlATyr Phe Gly Gly Ser Leu Tyr Ala Arg 
325 \ 330 335 

Gin Gly Gly Arg Arg Trp He Lys Gin Met Phe He Gly Ala Phe Leu 
340 \ 345 350 

He Pro Ala Met Val Cys Gly Thr\Ala Phe Phe He Asn Phe He Ala 
355 360 \ 365 

He Tyr Tyr His Ala Ser Arg Ala l\e Pro Phe Gly Thr Met Val Ala 
370 375 \ 330 

Val Cys Cys He Cys Phe Phe Val Ile\Leu Pro Leu Asn Leu Val Gly 
385 390 \ 395 400 

Thr He Leu Gly Arg Asn Leu Ser Gly G^n Pro Asn Phe Pro Cys Arg 
405 4 1S| 415 

Val Asn Ala Val Pro Arg Pro He Pro GluYys Lys Trp Phe Met Glu 
420 425 \ 430 

Pro Ala Val He Val Cys Leu Gly Gly He Le\i Pro Phe Gly Ser He 
435 440 \ 445 

Phe lie Glu Met Tyr Phe lie Phe Thr Ser Phe Trp Ala Tyr Lys lie 
450 455 Ao 

Tyr Tyr Val Tyr Gly Phe Met Met Leu Val Leu Va\ He Leu Cys lie 
465 470 475 \ 480 

Val Thr Val Cys Val Thr lie Val Cys Thr Tyr Phe \eu Leu Asn Ala 
485 490 \ 495 

Glu Asp Tyr Arg Trp Gin Trp Thr Ser Phe Leu Ser Alk Ala Ser Thr 
500 505 \ 510 



Ala lie Tyr Val Tyr Met Tyr Ser Phe Tyr Tyr Tyr Phe \phe Lys Thr 
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49 



515 



520 



525 



Lys Met Tyr Gly Leu We Gin Thr Ser Phe Tyr Phe Gly Tyr Met Ala 
530 \ 535 540 

Val Phe Ser Thr Ala Le\i Gly lie Met Cys Gly Ala He Gly Tyr Met 

545 55(K 555 560 

Glv Thr Ser Ala Phe Val rfrg Lys He Tyr Thr Asn Val Lys He Asp 

565 \ 570 575 
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